Performance test on the PISA benchmark set
The 'PISA benchmark set' from Ponstingl et al. (1) , consisting of 136 homo-oligomer protein structures, was used to validate the method, especially to verify the effectiveness of the GalaxyHomomer prediction method compared to a simpler 'HH+MODELLER' method that combined HHsearch (2) and MODELLER (3). 'HH+MODELLER' was run in-house by building homo-oligomer structures with MODELLER using the top five oligomer templates detected by HHsearch. The protein structure database 'pdb70', which has a maximum mutual sequence identity of 70% (released on July 10, 2016), was used. Proteins with higher than 40% sequence identity to the target proteins were discarded. The oligomeric state was given as input because there was no general method available for predicting the oligomeric state with HHsearch. The results of head-to-head comparison of GalaxyHomomer and HH+MODELLER are shown in Figure S1 .
Performance test on the membrane protein set
The 'membrane protein set' that consists of homo-oligomer trans-membrane protein structures was constructed to assess the performance on membrane proteins. Among 1,283 alpha-helical or beta-barrel homo-oligomer membrane proteins deposited in the PDB as of Mar. 16, 2017, those with 70% mutual sequence identity and with resolution better than 2 Å were selected, resulting in 47 proteins. The same protein structure database 'pdb70' described above was used to run both GalaxyHomomer and 'HH+MODELLER'. Proteins with higher than 40% sequence identity to the target proteins were discarded, and the oligomeric state was given as input.
Performance test on the CASP11 set
The 'CASP11 set' that consists of 20 homo-oligomer protein structures was used to compare the performance of the server to that of the top-ranked servers in CASP11 (4). In CASPs, the oligomeric state is provided as input by the organizers. The protein structure database 'pdb70' released on April 24, 2014, which was right before the start of CASP11, was used.
Some servers participated in CASP11 require a monomer structure as input; however, information on exactly how the input structures were generated by those servers during CASP11 is not available.
Performance test on the CAMEO set
GalaxyHomomer was also tested on 89 homo-oligomer targets of the protein structure prediction category from the continuous automated model evaluation server (5) released between August 13 and November 11, 2016. The oligomeric state is not provided as input in CAMEO. Targets containing more than 800 residues were excluded for computational efficiency. Robetta and SWISS-MODEL were the only servers tested that generated homooligomer structures. The protein structure database 'pdb70', released on July 10, 2016 was used in this analysis. 
